and have reported satisfactory results (1, 3, 4, 6-8, 10, 12-15, 17, 18, 22-27, 29, 32, 33) . 1 With few exceptions, however, the panels investigated included, almost solely, frequently 2 isolated species. In the last years, furthermore, taxonomic studies have recognized and 3 described many new mycobacterial species. The major aim of this research was to assess 4 the specificity of the three commercially available DNA-probe systems regarding the 5 mycobacteria never evaluated before. 6 Three hundred and seventeen strains belonging to 136 taxa (species or complexes), 61 of 7 which had not been tested before with the three DNA probe systems, were investigated. 8 Both reference strains (no. 80) and clinical isolates (no. 237) were included in the study 9 (the list of mycobacteria tested is provided in the supplementary materials). The clinical 10 isolates had been identified by sequencing of at least one genetic target (16S rDNA, the 11 spacer interposed between 16S and 23S rDNAs, hsp65, rpoB) and only the ones 12 presenting 100% identity with sequences of reference strains present in GenBank 13 database were included in the panel. Nine species, not yet officially recognized, whose 14 sequences are however present in GenBank, were also included in the study. 15 For the assessment of AccuProbe (Gen-Probe), which relies on oligonucleotide probes 16 complementary to 16S rRNA, a restricted panel of mycobacteria was used. Supported by 17 previous studies in which no cross-hybridization with unrelated species has been 18 demonstrated (1, 3, 4, 7, 8, 10, 12, 17, 18, 24, 32, 33) As a consequence, the kit GenoType CM (GT-CM) was tested on all the strains included 2 in the study, while GenoType AS (GT-AS) was assayed only with the ones assigned, by 3 GT-CM, to the genus Mycobacterium without differentiation at species level.
4
In tables 1, 2, and 3 the anomalous reactions emerged with each of the three systems 5 assessed here are compared with the specificities declared by the producer. The wider 6 number of incorrect outcomes involved the probes aiming to the Mycobacterium avium 7 complex (MAC) and to the Mycobacterium fortuitum group.
8
The taxonomic status of MAC-related mycobacteria is still far from being clearly defined 9 and in the last years this complex, traditionally including only M. avium and
10
Mycobacterium intracellulare, has been enriched by several new species (16, 30, 35) .
11
While the cross-hybridization of such novel species with some of the probes aiming to 12 the MAC was not unexpected, others appeared less comprehensible. Mycobacterium 13 palustre was assigned to the MAC by AccuProbe (16, 28, 30, 35) We are grateful to Alice Artioli for the linguistic revision of the manuscript. 
